the deduced amino acid sequence of the borage desaturase (SEQ ID NO:6) and 
' that of C3D6.1 (SEQ ID N0:7) (Fig. 2B). The extra sequence predicted for 
W08D2.4 is likely derived from incorrect prediction of intron-exon borders. 



^) At page 22, delete the paragraph from lines 16-18 and substitute the following paragraph?] 
Note the presence of the H-P-G-G (SEQ ID N0:8) cytochrome bj motif in the N- 
terminus (encoded by bases 96-108) and the H Q substitution in the third histidine 
box (encoded by bases 11 57-1 172). — 



(10) Please ent^pages 1-10 of the sequence listing after page 31 of the application. 

Remarks 

The Amendments 

The specification is amended to insert sequence identifiers and to correct minor clerical 
and grammatical errors. No new matter is added. 

The Sequence Listing 

A paper and a computer readable form of a sequence listing accompany this paper. I 
believe the contents of the computer readable and paper forms are identical. The sequence 
listing contains only those sequences disclosed in the application as filed and adds no new 
matter. 
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RespectfiiUy submitted. 



Date: Lisa M. Hemmendinger 

Registration No. 42,653 



Banner & Witcoff, Ltd. 
1001 G Street, N.W. 
Eleventh Floor 

Washington, D.C. 20001-4598 
(202) 508-9100 
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.ppenaix 1. Ve.io„ofthea™endedpa«graph.wi*n«*ings.showchanges»a<ie 

(1) Page2, lines 17-18: 

Aooording to the present invention, there is provided a polypeptide havmg 
arl^aetivit^whioh comprises the a^ino acid seouenee shown .n.^ei 

(<tF QTDN0:21 . 

(2) Page 2-, lines 20-23: . ^ a6 

anUno acid s«,uenoe shown in Fi^e 1 iSm^ ^ 
teaturase that is present in *e nematode worm C«.„o.*.Mi«.^'ega«..ms,s 

lX.^«^tsin.p.ortothepres...nven— 

nnrification of an animal A' desaturase had been reported. As C. elegam 
r— OLAi— ofaA'desatur^e^mitwasanunex^edtarget. 

wbiMlmAdaalumettorisolatingde^^^ 

(3) Page 4, line 25 to page 5, line 2: 

amino acid sequence shown in Fig«e 1 (smJ^ ^ 
r;Zcehecanse it hasaver, low level ofse^nenceid^titv With the o«. 

/desaturase (the on., other en^otic A' desaturase to - 
,,or to the present invention,. Indeed this level ; 
2% At such a low level of identity it might be expected th^t the two 
peptides would have completely different «mctions. Unexpectedly, both 
have desaturase activity. 



(4) Page 3, lines 4-9: 

. 1- nnt limited to a desaturase having the 

Thf^ nresent invention is, however, not Umitea lo a 

The present ,..oiDNO:21 It includes other desaturases having 

sequence shown in Figure l(SEQrom^- « the nresent 

aUeast 32.0 sequence identity therewith. Preferred polypeptides of the present 
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m.. sequence identities of at leas, 90%, at least 95'/. or at least 



preferred. 



(5) Page 3, lines 23-29: 

.„,a..ypeptiaeofthep.esentinvention...esa«.^a^ 

!p„,^tiae as .efinea in a) above, ^ has a. least 3« annno acd sequence 

identity therewith; or „^ or W above, which is at 

c) is a fragment of a polypeptide as defined ma) or b)aho 

least 100 amino acids long. 
(5) Page 4, lines 7-15: 

cytochrome bs domain is present m both fl.eborag ,0^071 
i^^AMesaturase amino acid sequence shownmB^e^B^a^^ 
Thecy,ocbromeb5domainispreferablyanN..ermmaldomam-..e^ 



bs domain. 
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(6) Page 8, lines 5-9: 



ta«rec)of represent invention^ereforecoversfta^en. of *epoW^^^^ 

be as long as Ae full length polypeptide shown ,n F.gore 1 (smM^ 
;esi:"hese.a^ents^atleastmat.east300o.atleast400a».oac,. 



long. 



(7) Page 21, line 21 to page 22, line 4: 

AODNA library andESTyk436bl2w«egene«>us.yprovid«dbyProfV.Koh.a 

::::.:teo.Oene.os.Mls^.^^^^^^ 
wereid»«fledbyscreen.ngw>.^aeEST.n«=«^ 

„s were indeed homologous to W08D2.4, w,.h the 5 and 3 ends of ^ 

being equivalent to bases 9 and 3079 of the sequence of cosnnd W SD2^ S.. 

.beLini«a.inseodonpredietedby.heOeneli„de.p.og.^-^^^^^^^^^ 

.,.ep™ductW0,O2.4wasindeed.e^ — .-^^^^^^^ 
reasoned that we had isolated a bona^rfe foil length cDNA. 

pCeD6.1; 1463 bp in length) is shown m F,g 1 tSESUMG-i' 

Ldno acid sequence (SEOm is identical to that p^.cted for W08m.4 

over the majority of the protein. 

(8) Page 22, lines 6-14: 

However. DNA sequences encoding residues 38.7 (V S-l . . . L^V-P) Pr^-^ 

f„,W08D2.4arenotpresentin.hecmAclone. 

. nf rem 1 is in fact 443 amino acids long (SEQJi2J5iy>U, 
amino acid sequence of CeD6.l is m 
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as opposed to that predicted for W08D2.4, which is 473 residues in length (SEQ 
IDNO:5) . The only other difference between the two amino acid sequences is an 
substitution at residue 401, resulting from an A-^G base change (base 
121 1). The two sequences are compared in Fig,2A ( S F, 0 TD N0S:4 and 5) , as is 
the deduced amino acid sequence of the borage desaturase (SEQiDNQi6) and 
that of C3D6.1 rSKO ID N0:7) (Fig. 2B). The extra sequence predicted for 
W08D2.4 is likely [to] derived from incorrect prediction of intron-exon borders. 

(9) Page 22, lines 16-18: 

Note the presence of the H-P-G-G (SEQ ID N0:8) cytochrome bj motif in the N- 
terminus (encoded by bases 96-1 08) and the H Q substitution in the third histidine 
box (encoded by bases 1 157-1 172). 
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